Key indicators: single-crystal X-ray study; T = 273 K; mean (C-C) = 0.003 Å; R factor = 0.031; wR factor = 0.078; data-to-parameter ratio = 7.7.
In the title compound, C 14 H 12 N 2 O 3 , the dihedral angle between the two aromatic rings is 41. 48 (5) . The nitro group is twisted by 24.7 (3) out of the plane of the aromatic ring to which it is attached. The molecules are connected by N-HÁ Á ÁO hydrogen bonds into chains running along the a axis. Table 1 Hydrogen-bond geometry (Å , ).
Related literature
Data collection: X-AREA (Stoe & Cie, 2001 ); cell refinement: X-AREA; data reduction: X-AREA; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXL97.
ileged structure. Benzanilides serve as intermediates towards benzothiadiazin-4-ones (Makino et al., 2003) , quinazoline-2,4-diones (Makino et al., 2001 ) and benzodiazepine-2,5-diones (Ho et al., 2002) and 110 kinase inhibitors 2,3-disubstituted 3H-quinazoline-4-ones (Zhichkin et al., 2007) . Benzanilides have established their efficacy as centroid elements of ligands that bind to a wide variety of receptor types. Thus benzanilides containing aminoalkyl groups originally designed as a peptidomimetic, have been incorporated in an Arg-Gly-Asp cyclic peptide yielding a high affinity GPIIb/IIIa ligand (Jackson et al., 1994) . Imatinib is an ATP-site binding kinase inhibitor and platelet-derived growth factor receptor kinases (Capdeville et al., 2002) . Pyridylmethyl containing benzanilide are vascular endothelial growth factor receptor and tyrosine kinase inhibitor (Manley et al., 2002) . Furthermore, benzamides have been reported to have activities as acetyl-CoA carboxylase and farnesyl transferase inhibitors (Igawa et al., 1999) Geometric parameters of the title compound are in the usual ranges. The dihedral angle between the two aromatic rings is 41.48 (5)°. The nitro group is twisted by 24.7 (3)° out of the plane of the aromatic ring to which it is attached. The molecules crystallize in chains running along the a axis. The molecules in a chain are connected by N-H···O hydrogen bonds.
Refinement
Due to the absence of any anomalous scatterer, Friedel pairs were merged prior to refinement and the absolute structure was arbitrarily set. All H atoms were found in a difference map, but those bonded to C were geometrically positioned and refined with fixed individual displacement parameters [U iso (H) = 1.2or 1.5 U eq (C)] using a riding model with C-H = 0.95 Å. The amino H atom was freely refined.
Figures Fig. 1 . Molecular structure of title compound with displacement ellipsoids at the 50% probability level.
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